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Table S1. All of the lowest energy secondary structures for the novel aminoglycoside 

aptamer sequence. All of the structures were determined by using MFOLD and were done 

based on the aptamer in a 1 M NaCl solution at 25 °C [1,2].  

Sequence Name Secondary Structure Prediction Folding Energy (kcal/mol) 

7UG −0.64 

7UC −0.64 
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Table S1. Cont. 

Sequence Name Secondary Structure Prediction Folding Energy (kcal/mol) 

16GU −2.13 

3-UAC −1.60 
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